Strains 6241, 7863, 7022 and 8173 were assigned STs 35, 204, 36 and 35, respectively. ST 35 was the only one shared between the two study centers. Minimal inhibitory concentration against ceftazidime, ciprofloxacin, imipenem and trimetoprim/sulphametoxazol was determined with the E-test strip (AB Biodisk, Solna, Sweden). The four samples were susceptible to antibiotics with the exception of strain 7022 that was resistant to trimethoprim/sulfamethoxazole. Genomic libraries were constructed by transposon tagmentation with the Nextera XT DNA Library Prep kit (Illumina Inc, USA). Sequencing was performed for each isolate with the 500 cycle MiSeq Reagent v2 kit on a MiSeq benchtop instrument (Illumina). Paired-end sequence reads obtained for each of the isolates ranged from 2,017,226 to 3,232,222. Reads were corrected and assembled de novo into scaffolds with Spades 3.5 genome assembler (Bankevich et al. 2012 ). The Rapid Annotation using System Technology (RAST) v.2.0 server (http://rast.nmpdr.org) was used for general genome annotation and the following databases were used to refine RAST results: PHAge search tool (PHAST) (http:// phast.wishartlab.com/), IS Blast Server (IS FINDER) (https://www-is.biotoul.fr/) and Antibiotic Resistance Genes Database-ARDB (http://ardb.cbcb.umd.edu/). The resulting scaffolds per isolate ranged from 89-111 with an average genome size of 6,481,38 bp (ranging from 6,289,667 to 6,686,778) and 56 or 58 RNA genes. The results of these analyses are summarised on Table I along with their GenBank accession numbers.
The four A. ruhlandii strains were compared with the genome of A. xylosoxidans NH-44784-1996 (Jakobsen et al. 2013 , an isolate from a cystic fibrosis patient. The genes involved in pathogenicity were identified, according to the annotation obtained in the RAST server and are summarised on Table II. Genes responsible for resistance to antibiotics (marC, macA macB, mexI, mexD, mexA, mexB, OprM, mexX, cmeA, cmeB, cmeC, bla OXA258 ) were annotated, however, only strain 7022 showed the presence of SHV- Achromobacter ruhlandii is a Gram-negative bacterium naturally found in soil (Packer & Vishniac 1955) . However, recent reports indicate that A. ruhlandii is a potential human pathogen in cystic fibrosis-related infections (Ridderberg et al. 2012 , Spilker et al. 2012a . A PAN-resistant Achromobacter clone, designated the danish epidemic strain (DES), causing infection in cystic fibrosis patients in Copenhagen (Hansen et al. 2006) and Aarhus (Ridderberg et al. 2011) , was recently identified by multilocus sequence typing (MLST) as A. ruhlandii (Ridderberg et al. 2012) . A. ruhlandii has also been reported as the second most commonly isolated Achromobacter species from cystic fibrosis patients (Spilker et al. 2012b ).
Here we describe draft genome sequences of four A. ruhlandii strains isolated from sputum of Brazilian cystic fibrosis patients attended at Instituto Nacional da Saúde da Mulher, da Criança e do Adolescente Fernandes Figueira (IFF-FIOCRUZ) and Hospital Universitário Pedro Ernesto (HUPE-UERJ), in 2007 and 2008. The isolates were identified to species level by sequencing seven housekeeping genes that were subsequently submitted to the Achromobacter MLST database where they were assigned to specific STs (Spilker at al. 2012a ; http://pubmlst.org/achromobacter/). Furthermore, the species specific marker genes for A. xylosoxidans (bla- ) and for A. ruhlandii (bla OXA-258 ) were amplified and sequenced to confirm species assignment (Turton et al. 2011 , Papalia et al. 2013 . Accordingly, the sequences from all four strains showed identity with bla oxa-258 . 5a and APH(3')-II. Furthermore, we also observed two resistance genes that are usually associated with mobile elements, sul1 and dfra26. However, in these genomes they could be not associated with these elements, being randomly located in the chromosome (Antunes et al. 2004 , Miranda et al. 2004 , Garza-Ramos & Romero 2007 , Grape et al. 2007 Five intact phages (PHAGE-Burkho-phi644-2-NC-009235, PHAGE-Burkho-KS14-NC-015273, PHAGE-Erwini-phiEt88-NC-015295, PHAGE-Pseudo-YMC11/02/R656-NC-028657 and PHAGE-Burkho-Bcep176-NC-007497) and five incomplete prophage regions (PHAGE-Salmon-SEN34-NC-028699, PHAGE-Burkho-BcepB1A-NC-005886, PHAGE-Burkho-BcepC6B-NC-005887,PHAGE-Entero-fiAA91-ss-NC-022750, PHAGE-Yellow-1-NC-028112) were also detected in our A. ruhlandii strains (Table III) .
This whole Genome Shotgun project has been deposited at DDBJ/ENA/GenBankunder the accession LVKM00000000, LVKO00000000, LVKN00000000 and LVKP00000000. The version described in this paper is version LVKM01000000, LVKO01000000, LVKN01000000 and LVKP01000000. 
